FT CURE 1 

Nucleotide and Amino Acid 
Sequences of Gene X 



aagccctgaa gggtcaaaag aaacacaaaa gcaaaggcca ttttcttttt ttttttcttt 60 

ctttcattcn ttccttcctc tgtttctctc tttcttcctt tcatcttttt ttctttttta 120 

agagcgagcg gctctgcggt ggcggtttgg ggtgggcgcc gccgaggtga ggtcgtctcg 180 

cctcccgcgc gccggtagat tggttgtttc attt atg gat gga ggg.gat gat ggt 234 

Met Asp Gly Gly Asp Asp Glv 
1 5 

aac ctt ate ate aaa aag agg ttt gtg tct gag gca gaa eta gat gaa 282 
Asn Leu lie He Lys Lys Arg Phe Val Ser Glu Ala Glu Leu Asp Glu 
10 15 ■ 20 

egg cgc aaa agg agg caa gaa gaa tgg gag aaa gtt cga aaa cct gaa 330 
Arg Arg Lys Arg Arg Gin Glu Glu Trp Glu Lys Val Arg Lys Pro Glu 
25 30 3s 

t 

gat cca gaa gaa tgt cca gag gag gtt tat gac cct cga tct eta tat 378 

Asp Pro Glu Glu Cys Pro Glu Glu Val Tyr Asp Pro Arg Ser Leu Tyr 

45 50 55 



FIGUHE 1 (CONT'D) 



gaa agg eta cag gaa cag aag gac agg aag cag cag gag tac gag gaa 
Glu Arg Leu Gin Glu Gin Lys Asp Arg Ly S Gin Gin Glu Tyr Glu Glu 
60 *5 70 

«g ttc aaa ttc aaa aac atg gta aga g gc tta gat gaa gat gag acc 
Gin Phe Lys Phe Lys Asn Met Val Arg Gly Leu Asp Glu Asp Glu Thr 
75 80 35 

aac ttc ctt gat gag gtt tct cga cag cag gaa eta ata gaa aag caa 
Asn Phe Leu Asp Glu Val Ser Arg Gin Gin Glu Leu lie Glu Lys Gin 

cga aga gaa gaa gaa ctg aaa gaa ctg aag gaa tac aga aat aac etc 
Arg Arg Glu Glu Glu Leu Lys Glu Leu Lys Glu Tyr Arg Asa Asn Leu 
105 HO 115 

aag aag gtt gga att tct caa gag aac aag aag gaa gtg gaa aag aaa 
Lys Lys Val Gly lie Ser Gin Glu Asn Lys Lys Glu Val Glu Lys Lys 

125 "0 135 

«g act gtg aag cet ata gaa acc aag aac aag ttc tec cag gcg aag 
Leu Thr Val Lys Pro lie Glu Thr Lys Asn Lys Phe Ser Gil L L VS 
140 1« 150 * 

ctg ttg gca gga get gtg aag cat aag age tea gag agt ggc. aac agt 
Leu Leu Ala Gly Ala Val Lys His Lys Ser Ser Glu Ser Gly Asn S l 
155 160 



426 



474 



522 



570 



618 



666 



714 



165 



gtg aaa aga ctg aaa ecg gac cct gag cea gat gac aag aat caa gag 
Val Lys Arg Leu Lys Pro Asp Pro Glu Pro Asp Asp Lys Asn Gin Glu 
170 175 180 



762 



cce tea tec tgc aag tct etc gga aac acc tec ctg agt ggc cec tec 810 
Pro er Ser Cys Lys Ser Leu Gly Asn Thr Ser Leu Ser Gly Pro Ser 
185 19 ° 195 

ate cac tgc ccc tct get gca gta tgc ate gge ate etc cea ggc ctg 858 

205 210 n5 

HI *" 93C tCC 939 tCC aoc tc * age gaa 

Gly Ala Tyr Ser Gly Ser Ser Asp Ser Glu Ser Ser Ser Asp Ser L 

220 225 230 

ggc acc ate aat g Cc acc gga aag att gtc tec tec ate ttc cga acc 
^7 Thr lie Asn Ala Thr Gly Lys" lie Val Ser Ser He Phe Z Thr 
235 240 2 ^ 



906 



954 



FIGURE 1 (CONT'D) 



«c acc tec etc gag gec ccc tagtttctcc gtccctacac agggagctcc i 005 
Asn Thr Phe Leu Glu Ala Pro 
250 

tccccaaggg tagateggae cgttcatgct gectatagge attatgtccc tcaaaaaaaa 1065 
actcctttgc ctgcatcctg tgtacaacat gacattttta accaatccaa tctaaaaatg 1125 
tgecagaate cacctgcggc ccgaaccgtg tttggttcct ctttctactc cactgeagat 1185 
gaccaaacct gtcccgctgc cactttcctc actgatattg ggaggagggc aaggcccagc 1245 
cgaagttcca etaaaaatge cccaggagaa taggcacegg ctggcttgcc aaagggtttg 1305 
ggttttattg ctttctgtct tttcccttcc cgacagcaca aagaagtaag ggcagttatt 1365 
ggacaggtgt tatttaaaca ttctattgta aatgaatgtg ttgtttggtt etactgeatt 1425 
gtggagcatg egggggaaga gaactgaccc aggtaatgaa atggagccct tccctggaac 1485 
taaccagtcc ttgatgttgt gtgactaagt aaagacgata aaccccatct gctgggggtg !545 
tcacttcaca ctcggcacgc attgtgaaag ctttccatac ccttggccat tccctctctc 1605 
ctctccctcc aaccccatct atgcaggaag ggactgctaa caagaacget tccatctcaa 1665 
accttttctc tgcctgggaa attattttat gtttgttttt gaaataaagg atttagttta 1725 
agattctaaa ttttagagaa acaaaegtag gccttgttta etaatageca gacatcagaa 1785 
ctgeaggtag gtacgttaat gagatgaccc attcctggca gctcctggaa tcctaatatt 1845 
gtaaatgagt gggacacact tgeatatege gaccattcta ttgaggcect ctctgtttaa 1905 ' 

r 

tgcatattat acttgtgctt ttaactgtgg aacctatttc taacctaaag gtgctgccct 1965 
agtacttttc tttgetgect ctgctgctcc ttttcctttc caaacagcaa ctctgaggcc 2025 
atgagcagee aaaaactaga' ggtactgccc cacctcgtct cataaaggga aaegggctea 2085 
tcccctggat tctggaggag ggagagggag atggcgtgga ggectcgagg acagagatag 2145 
acatgagctt tgacaacaat ctgtaggctc tectgettta gaataagcat gtaccattcf 2205 
ttatccattc cccttatccc tacatcaat-. gtttttactt tcttgggtgt gagactgagt 2265 
gagacacaca caaaatgtgt tgacactgcg a.gccggcag gcagagcagc tactgacttt 2325 



FIGUBE 1 (CONT'D) 

gaacatgggc agagaggcWctggatctca tccagcccac tccttttccTcttccagtac 2385 
agtgacactc tggtgcccat tggcagatgg cgacttccct gcacccataa ctgatgcttt 2445 
gtgaattctt cctccttttc agaactactc tgtgctaatt gttctgccag tatgggcgca 2505 
tcagctccat cctgacaaac aagacattta ggtaaaactt tgtaggcacc ttctgcttct 2565 
ctgcttcatt.gttcctgtga tagtcctgtt gttattacag catgtaccca aaacagcctc 2625 
acattgttac aggaggcagg ccaggacatc aaagtcatca tctttatgtg gcatgactct 2685 
taagaggcca ttactgtatc tcatggcctc ttgatgtgga aagaagttga cagagggttg 2745 
cagggtttaa aaacatccat taacatgaaa gctaataaac ctgtcagaga acaaaaaaaa 2805 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 2 8S0 



..FIGURE 2 



• Nucleotide and Amino A^Jkequences of 
Plasmollpln Like Proteiii^ILp) 



cgtccggagc ctgggggaaa agcggcgcgg gagccggcac ccaccgctgg aggggcggcg 60 

acggcggccg tagcgacctc gggaggcaag cggagccgcc atg gcc gag ttc ccg 115 

Met Ala Glu Phe Pro 
1 5 

111 aCC ^ C<=t 9Cg «» gcc gaa gcc 

Ser Lys Val Ser Thr Arg Thr Ser Ser Pro Ala Gin Gly Ala Glu Ala 
10 15 



20 



Ser f? Ctg CCg Ctg ^ 9tg C9C tCC C * C ctc 

Ser Val Ser Ala Leu Arg Pro Asp Leu Gly Phe Val Arg Ser Arg Leu 



163 



211 



FIGURE 2 (CONT'D) 



25 



30 



35 



ggg gcg etc atg ctg ctg cag ctg gtg c tg ggg ctg ctg gtg tgg gcg 
Gly Ala Leu Met Leu Leu Gin Leu Val Leu Gly Leu Leu Val Trp Ala 
40 45 50 



259 



ctg att gcg gac acc ccg tac cac ctg tat ccg gec tat ggc tgg gtg 307 
Leu He Ala Asp Thr Pro Tyr His Leu Tyr Pro Ala Tyr Gly Trp Val 
55 60 65 

atg ttc gtc get gtc ttc etc tgg ctg gtg aca ate gtc etc ttc aac 355 
Met Phe Val Ala Val Phe Leu Trp Leu Val Thr He Val Leu Phe Asn 

etc tac ctg ttt cag ctg cac atg aag ctg tac atg gtt cce tgg cca 403 
Leu Tyr Leu Phe Gin Leu His Met Lys Leu Tyr Met Val Ph, Trp Pro 

ctg gtg tta atg ate ttt aac ate age gec acc gtt etc tac ate ace 451 
Leu Val Leu Met He Phe Asr. Il e Ser Ala Thr Val Leu Ty>- r le T h^ 
105 no U5 

ace ttc ate gec tgc tet gcg gca gtt gac ctg aca tee ctg agg ggc 499 
Ala Phe lie Ala Cys Ser Ala Ala Val As P Leu Thr Ser Leu Arg GW 
120 125 130 

acc egg cct tat aac cag cgc gcg get gec teg ttc ttt gcg tgt ttg 547 
Thr Arg Pro Tyr Asn Gin Arg Ala Ala Ala Ser Phe Phe Ala Cys Leu 
135 140 145 

gtg atg ate gee tat gga gtg agt gee ttc ttc age tac cag gee tgg 595 
Val Met He Ala Tyr Gly Vai Ser Ala Phe Phe Ser Tyr Gin Ala T £ 



155 160 



165 



Z T IT? ^ atg 9Ct ^t 643 

A-g Gly Vai Gly Ser Asn Ala Ala Thr Ser Gin Met Ala Gly 6 ' y Tyr 

170 17 5 180 

gec taa ace acc tgt gee acg gee cce tet ggg ffct gaa gcc gcc M1 
A-a Thr Thr Cys Ala Thr Ala Pro Ser Gly Ala Glu Ala Ala Ala 

185 190 195 

III sT r 0=9 " a 9 " 39C tgg W gcc ctg . 739 

Gly Ser Gin Ser Arg Vai Thr Leu Gin Ala Ser Trp Gly Ala Leu ' 
200 205 210 

21 IT f? ^ aC3gggaCt:9 «"tgctcc tctotgcccg teagacataa 794 
Arg Gly Val Ser Pro 



FIGURE 2 (CONT'D) 



215 



gctctcacag cgctaaggaa gcaggcccag gctggcaggc atctcggctt gcaggaggcc 854 
aactgctgag acctcttctc cacccccctt attcagtgga agatgacggg ggatctgagg 914 
ctgtgtctct gccttgtctt tagaggactt cagcgtccaa gactggggcc cacccttctc 974 
accagcacta aatgcactaa caaggactcc agacctgcag ccccagaccc gccgtagtat 1034 
aagcctaaca agcaacacgt agcaccttag tctttgttcc aggagagctg agcaagctgg 1094 
tgaaaccact ctcctccctc taaacaccgt ttcaaccaac ctctccctgg agccaacctg 1154 
taaaaagtgg gttgattgct gacagcatgg tcctccctcc ctgcatttca gacataccag 1214 
ttactgaaag caaaccagtc tcaugcgatc tcccagtgct gaaaagcctg tccaggtttc 1274 
cttccccttc ccaagcctcc ctctgtaaca «cc«ctgg gcgaagccaa catcggtgcc 1334 
tccccgacct tgctgactag gcacacggga cgcaaaggag ggagggaagc aaggccttgc 1394 
ctggcgagtt gtcatgtggt tggtggcgac tgtttcattt tctttaataa aaataaagat 1454 
gagagaaatc aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 1514 
aa 

1516 



• Nucleotide and Amino Sequences 
of ORPIT-PPAn /-dtjao^ 



gtgctgtgag gggcttcggg accttggggc agctcctgag ttcagacaga gttcaggaag 60 

ggagacaggg gcacagagag acagaggttc atggactgag gcaaaggctg ggccaggctc 120 

agcaacccag gcctcccgca ggcaggcaga ggctgccctg taaccc atg gag acc 175 

Met Glu Thr 
1 

aga cca aca get ctg atg age tec aca gtg get gea get geg eet gea 223 
Arg Pro Thr Ala Leu Met Ser Ser Thr Val Ala Ala Ala Ala P - 0 L 
5 10 15 

g=t ggg get gee tee agg aag gag tet eea gge aga tgg gge etg ggg 2 71 
Ala Gly Ala Ala Ser Arg Lys Glu Ser Pro Gly Arg Trp Gly Leu Gly 
20 25 30 

gag gat ccc aca gge gtg age eee teg etc eag tge ege gtg tge gga 319 
Glu Asp Pro Thr Gly Val Ser Pro Ser Leu Gin Cys Arg Val Cy S Gly 

« SO 

gac age age age ggg aag eae tat gge ate tat gee tge aae gge tge 367 
Asp Ser Ser Ser Gly Lys His Tyr Gly He Tyr Ala Cys Asn Gly Cys 
55 60 65 

age gge ttc. tte aag agg age gta egg egg agg etc ate tac agg tge 415 
Ser Gly Phe Phe Lys ^ Ser v ^ ^ ^ ^ Leu ^ £ ^ 

cag g tg g gca ggg atg tgc ccc gtg gac a ^ 

Gin Val Gly Ala Gly Met Cys Pro Val Asp Lys Ala His Arg Asn Gin 
85 go „ 

III T IT T C " C3g 9C5 «W ^ «g 511 

Cys Gin Ala Cys Arg Leu Lys Lys Cys Leu Gin Ala Gly Met Asn Gin 

gac gee gtg cag aae gag cgc cag ccg cga age aca gec cag gtc cac 559 • 
Asp Ala Val Gin Asn Glu Arg Gin Pro Axg Ser Thr Ala Gin v a i His 
120 125 I 



FIGURE 3 (CONT'D) 



c.g gac age atg gag tec aac act gag tec egg eeg gag tec ctg gtg 607 
Leu Asp Ser Met Glu Ser Asn Thr Glu Ser Arg Pro Glu Ser Leu Val 
135 140 145 

g« cce ccg gec ccg gca ggg egc age cca egg ggc cce aca ccc atg 655 
Ala Pro Pro Ala Pro Ala Gly Arg Ser Pro Arg Gly Pro Thr Pro Met 
150 155 160 

tct gea gee aga gee ctg ggc eae eae tte atg gee age ctt ata aca 703 
Ser Ala Ala Arg Ala Leu Gly His His Phe Met Ala Ser Leu I'e Thr 
165 170 175 

get gaa aec tgt get aag ctg gag cea gag gat get gat gag aat att 751 
Ala Glu Thr Cys Ala Lys Leu Glu Pro Glu Asp Ala Asp Glu Asn lie 

190 - 195 

gat gte ace age aat gae cet gag tte eec tee tct cca tae tec tct 799 
Asp Val Thr Ser Asn Asp Pro Glu Phe Pro Ser Ser Pro T y- Se- Se- 
200 205 210 

tec tec ccc tgc ggc ctg gae age ate cat gag aec teg get cgc eta 847 
Ser Ser Pro Cys Gly Leu Asp Ser He His Glu Thr Ser Ala Arg Leu 
215 220 225 

etc tte atg gec gtc aag tgg gec aag aac ctg cct gtg tte tee age 895 
Leu Phe Met Ala Val Lys Trp Ala Lys Asn Leu Pro Val Phe Se^ Se- 
230 2 35 240 

T T ^ " g ^ Ctg CCt * Ct ^ 5ag eta 943 

Leu Pro Phe Arg Asp Gin Val Pro Thr Gly Leu Pro Ala Gly G^u Leu 
245 25 . 

gge tgg get ggg gtc agg egg ccc act cga gtc aac cag aca ggg cae 991 " 
Gly Trp Ala, Gly Val Arg Arg Pro Thr Arg Val Asn Gin Thr Gly H<s 

260 265 270 2 ; 5 

aca eat cce eac gec agt atg aat gca cae age ttg gat ggt gat ggc 1039 
Thr H,s Pro His Ala. Ser Met Asn Ala His Ser Leu Asp Glv Aso G W 
280 285 * 29Q 

tgg gga cac aca tac etc tgattcagcg atggctgggg tgcatctcag i 08 7 
Trp Gly His Thr Tyr Leu 
295 

ggatggtgac ggtgggggtg catgeatetc tggeacaggg atgatggtcg gggtgcacac 1147 
etaggagatg atgatggcta gggacctaca gggcccaggg tcttcttaag ttctggaaga 1207 



FIGURE 3 (CONT'D) 



ccctcaggcc ctgcagacat tctgtgggta acaagtgacc tgcacaccct gaacaggctg 1267 
agtggctgac tctaggcccc cttggagcac aagtgcctac gacttcaggg cttgcatttt 1327 
agttcaatct ctccagctct gggccatccc tctcggcttc taatgggcaa gcagatcttt 1387 
caggaaaacc aggaggagag gcatgaggag ggtttgaggc cctcagccag tctgtgtgct 14 47 
ggggtggagc aactcagaag agtcaggcca caccacttga atacactcaa cttaggacac 1507 
tcatgaggca tgtctctgag gctgcccaac ttccaatggc tctgggcgtt cctaaatgtc 1567 
ccagctgcag ctctggatgg aacccagtgt ctcagatgat aggcagctga gccggatggt 1627 
gccaaatccc agagctctga gcctctggct gatgtcagga gagcattctc gggtcccagg 1637 
acagcacttc cattccttgg gtgcctgaga tggtggcaga ggctccagac tgagccagag 1747 
aagctgtgtg tctgccataa caggcacccc tg-ctgagca caggtgatcc tgctggaaga 1307 
ggcgtggagt gaactctctc tcctcggggc cacccagtgg tctctgcctc tggacagctg 1867 
tcctctgctg gcaccgcccg aggcctc^gc tgccggtggt gcccagggcc ggctcacgct 1927 
ggccagcatg gagacgcgtg tcctgcagga aactatctct cggttccggg cattggcggt 1987 
ggaccccacg gagtttgcct gcatgaaggc cttggtcctc ttcaagccag agacgcgggg 2047 
cctgaaggat cctgagcacg tagaggcctt gcaggaccag tcccaagtga tgctgagcca 2107 
gcacagcatt etagaattaa gcggccgctg aattctaggt taagatggcc cttgacattg 2167 
agcaggtctt 

2177 



FIGURE 4 ■ 

HT2 Like Protein (BTPL) Gene 
Fragment Sequence 



^GNOUSOUCTCCTCKCACCGeC^ 
CAAG7CCC»CCCCT7C:GTCTCCTC^^ 



r 




Figure 5 - seven-transmembrane protein 



DNA 

GAATTCCCACAAAGGAGTCCAGGGTCTCGCTCTGTCACACAGGCTGGAGTGC 

AGTGGTGTGATCTTGGCTCATCGTAACCTCCACCTCCCGGGTTCAAGTGATTC 

TC ATGC CTC AGC CTC C C G AGT AGCTGGG ATTAC AGGTGGTGACTTCC AAG AG 

TGACTCCGTCGGAGGAAAATGACTCCCCAGTCGCTGCTGCAGACGACACTGT 

TCCTGCTGAGTCTGCTCTTCCTGGTCCAAGCCAGCGGAACCAGACACACAGG 

AGCAGCCTCCACTACAAACCCACACCAGACCTGCGCATCTCCATCGAGAACT 

CCGAAGAGGCCCTCACAGTCCATGCCCCTTTCCCTGCAGCCCACCCTGCTTCC 

CGATCCTTCCCTGACCCCAGGGGCCTCTACCACTTCTGCCTCTACTGGAACCG 

ACATGCTGGGAGATTACATCTTCTCTATGGCAAGCGTGACTTCTTGCTGAGTG 

ACAAAGCCTCTAGCCTCCTCTGCTTCCAGCACCAGGAGGAGAGCCTGGCTCA 

GGGCCCCCCGCTGTTAGCCACTTCTGTCACCTCCTGGTGGAGCCCTCAGAACA 

TCAGCCTGCCCAGTGCCGCCAGCTTCACCTTCTCCTTCCACAGTCCTCCCCAC 

ACGGCCGCTCACAATGCCTCGGTGGACATGTGCGAGCTCAAAAGGGACCTCC 

AGCTGCTCAGCCAGTTCCTGAAGCATCCCCAGAAGGCCTCAAGGAGGCCCTC 

GGCTGCCCCCGCCAGCCAGCAGTTGCAGAGCCTGGAGTCGAAACTGACCTCT 

GTGAGATTCATGGGGGACATGGTGTCCTTCGAGGAGGACCGGATCAACGCCA 

CGGTGTGGAAGCTCCAGGCCACAGCCGGCCTCCAGGACCTGCACATCCACTC 

CCGGCAGGAGGAGGAGCAGAGCGAGATCATGGAGTACTCGGTGCTGCTGCCT 

CGAACACTCTTCCAGAGGACGAAAGGCCGGAGGGGGGAGGCTGAGAAGAGA 

CTCCTCCTGGTGGACTTCAGCAGCCAAGCCCTGTTCCAGGACAAGAATTCCA 

GCCACGTCCTGGGTGAGAAGGTCTTGGGGATTGTGGTACAGAACACCAAAGT 

AGCCAACCTCACGGAGCCCGTGGTGCTCACCTTCCAGCACCAGCTACAGCCG 

AAGAATGTGACTCTGCAATGTGTGTTCTGGGTTGAAGACCCCACATTGAGCA 

GCCCGGGGCATTGGAGCAGTGCTGGGTGTGAGACCGTCAGGAGAGA.AACCC 

AAACATCCTGCTTCTGCAACCACTTGACCTACTTTGCAGTGCTGATGGTCTCC 

TCGGTGGAGGTGGACGCCGTGCACAAGCACTACCTGAGCCTCCTCTCCTACG 

TGGGCTGTGTCGTCTCTGCCCTGGCCTGCCTTGTCACCATTGCCGCCTACCTCT 

GCTCCAGGAGGAAACCTCGGGACTACACCATCAAGGTGCACATGAACCTGCT 

GCTGGCCGTCTTCCTGCTGGACACGAGCTTCCTGCTCAGCGAGCCGGTGGCCC 

TGACAGGCTCTGAGGCTGGCTGCCGAGCCAGTGCCATCTTCCTGCACTTCTCC 

CTGCTCACCTGCCTTTCCTGGATGGGCCTCGAGGGGTACAACCTCTACCGACT 

CGTGGTGGAGGTCTTTGGCACCTATGTCCCTGGCTACCTACTCAAGCTGAGCG 

CCATGGGCTGGGGCTTCCCCATCTTTCTGGTGACGCTGGTGGCCCTGGTGGAT 

GTGGACAACTATGGCCCCATCATCTTGGCTGTGCATAGGACTCCAGAGGGCG 

TCATCTACCCTTCCATGTGCTGGATCCGGGACTCCCTGGTCAGCTACATCACC 

AACCTGGGCCTCTTCAGCCTGGTGTTTCTGTTCAACATGGCCATGCTAGCCAC 

CATGGTGGTGCAGATCCTGCGGCTGCGCCCCCACACCCAAAAGTGGTCACAT 

GTGCTGACACTGCTGGGCCTCAGCCTGGTCCTTGGCCTGCCCTGGGCCTTGAT 

CTTCTTCTCCTTTGCTTCTGGCACCTTCCAGCTTGTCGTCCTCTACCTTTTCAG 

CATCATCACCTCCTTCCAAGGCTTCCTCATCTTCATCTGGTACTGGTCCATGC 



FIGURE 5 (Cont'd) 



§ • 

GGCTGCAGGCCCGGGGTGGCCCCTCCCCTCTGAAGAGCAACTCAGACAGCGC 

CAGGCTCCCCATCAGCTCGGGCAGCACCTCGTCCAGCCGCATCTAGGCCTCC 

AGCCCACCTGCCCATGTGATGAAGCAGAGATGCGGCCTCGTCGCACACTGCC 

TGTGGCCCCCGAGCCAGGCCCAGCCCCAGGCCAGTCAGCCGCAGACTTTGGA 

AAGCCCAACGACCATGGAGAGATGGGCCGTTGCCATGGTGGACGGACTCCCG 

GGCTGGGCTTTTGAATTGGCCTTGGGGACTACTCGGCTCTCACTCAGCTCCCA 

CGGGACTCAGAAGTGCGCCGCCATGCTGCCTAGGGTACTGTCCCCACATCTG 

TCCCAACCCAGCTGGAGGCCTGGTCTCTCCTTACAACCCCTGGGCCCAGCCCT 

CATTGCTGGGGGCCAGGCCTTGGATCTTGAGGGTCTGGCACATCCTTAATCCT 

GTGCCCCTGCCTGGGACAGAAATGTGGCTCCAGTTGCTCTGTCTCTCGTGGTC 

ACCCTGAGGGCACTCTGCATCCTCTGTCATTTTAACCTCAGGTGGCACCCAGG 

GCGAATGGGGCCCAGGGCAGACCTTCAGGGCCAGAGCCCTGGCGGAGGAGA 

GGCCCTTTGCCAGGAGCACAGCAGCAGCTCGCCTACCTCTGAGCCCAGGCCC 

CCTCCCTCCCTCAGCCCCCCAGTCCTCCCTCCATCTTCCCTGGGGTTCTCCTCC 

TCTCCCAGCKjCCTCCTTGCTCCTTCGTTCACAGCTGGGGGTCCCCGATTCCAA 

TGCTGTTTTTTGGGGAGTGGTTTCCAGGAGCTGCCTGGTGTCTGCTGTAAATG 

TTTGTCTACTGCACAAGCCTCGGCCTGCCCCTGAGCCAGGCTCGGTACCGATG 

CGTGGGCTGGGCTAGGTCCCTCTGTCCATCTGGGCCTTTGTATGAGCTGCATT 

GCCCTTGCTCACCCTGACCAAGCACACGCCTCAGAGGGGCCCTCAGCCTCTC 

CTGAAGCCCTCTTGTGGCAAGAACTGTGGACCATGCCAGTCCCGTCTGGTTTC 

CATCCCACCACTCCAAGGACTGAGACTGACCTCCTCTGGTGACACTGGCCTA 

GAGCCTGACACTCTCCTA.AGAGGTTCTCTCCAAGCCCCCAAATAGCTCCAGG 

CGCCCTCGGCCGCCCATCATGGTTAATTCTGTCCAACAAACACACACGGGTA 

GATTGCTGGCCTGTTGTAGGTGGTAGGGACACAGATGACCGACCTGGTCACT 

CCTCCTGCCAACATTCAGTCTGGTATGTGAGGCGTGCGTGAAGCAAGAACTC 

CTGGAGCTACAGGGACAGGGAGCCATCATTCCTRCCTGGGAATCCTGGAAGA 

CTTCCTGCAGGAGTCAGCGTTCAATCTTGACCTTGAAGATGGGAAGGATGTTC 

TTTTTACGTACCAATTCTTTTGTCTTTTGATATTA.AA.AAGA.A.GTACATGTTCAT 

TGTAGAGAATTTGGAAACTGTAGAAGAGAATCAAGAAGAAAAATAAAAATC 

AGCTGTTGTAATCGCCTARCAAAAAAAAAAAAAAAAAAAAAAA^ 

AAATAAAAAAAAAAAA 

protein 

MCELKRDtQLLSQFLKHPQKASRRPSAAPASQQLQSLESKLTSVRfMGDMVSFE 
EDRINATVWKLQPTAGLQDLHIHSRQEEEQSEIMEYSVLLPRTLFQRTKGRRGEA 
EKRLLLVDFSSQALFQDKNSSHVLGEKVLGIVVQNTKVANLTEPVVLTFQHQLQ 
PKNVTLQCVFWVEDPTLSSPGHWSSAGCETVRRETQTSCFCNHLTYFAVLMVSS 
VEVDAVHKHYLSLLSYVGCVVSALACLVTIA.\YLCSRRKPRDYTIKVHMNLLLA 
VFLLDTSFLLSEPVALTGSEAGCRASAIFLHFSLLTCLSWMGLEGYNLYRLVVEV 
FGTYVPGYLLKLSAMGWGFPIFLVTLVALVDVDNYGPIILAVHRTPEGVIYPSMC 
WIRDSLVSYITN'LGLFSLVFLFNMAMLATMVVQILRLRPHTQKWSHVLTLLGLSL 
VLGLPWALIFFSFASGTFQLVVLYLFSIITSFQGFLIFIWYWSMRLQARGGPSPLKS 
NSDSARLPISSGSTSSSRI 



